segments of a Brazilian PRSV-W isolate from C. pepo (DQ374152). Previously, the complete genome sequence of one PRSV-W haplotype from F. cordifolia (KP462721) derived from RNA seq libraries synthesized from the whole seed tissues indicated an identity of 96% with the same DQ374152 isolate (Inoue-Nagata et al. 2007 ). PRSV-W infection was quite severe in plants of both Fevillea species and might induce substantial yield losses in early-infected plants. To our knowledge, this is the first report of species from the genus Fevillea as natural hosts of PRSV-W. Our results also indicate that both Fevillea species might be sources of virus inoculum for infection of melon, cucumber, watermelon, and zucchini crops to which PRSV-W infection induces severe yield and quality losses in neotropical areas (Inoue-Nagata et al. 2007; Rezende and Pacheco 1998) .
